Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.004 Å; disorder in main residue; R factor = 0.030; wR factor = 0.077; data-to-parameter ratio = 20.7.
ions display coordination polyhedra with a distorted octahedral geometry that includes two pyridine N atoms from bridging and terminal nicotinate anions, two amine N atoms from chelating ethylenediamine ligands, carboxylate O atoms from bridging nicotinate anions and water O atoms. Intermolecular O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds result in the formation of a three-dimensional network, andstacking interactions are observed between symmetry-related pyridine rings of bridging as well as terminal nicotinate anions (the centroid-centroid distances are 3.59 and 3.69 Å , respectively, and the distances between parallel planes of the stacked pyridine rings are 3.53 and 3.43 Å , respectively). The two methylene groups of the ethylenediamine ligand are disordered over two positions; the site occupancy factors are ca 0.8 and 0.2. 
Related literature

Experimental
Crystal data [Cd 2 (C 6 Table 1 Hydrogen-bond geometry (Å , ) . , 2002; Lu et al., 2007; Song et al., 2006; Xian et al. 2007; Zhang et al., 1996; Zhang et al., 2004) . However, if the nicotinate anions are coordinated only as terminal ligands, the possibility of participating in a hydrogen-bonding network originates. As part of our efforts to investigate metal(II) complexes based on pyridine carboxylic acids, we report herein the crystal structure of the title compound, (I). Table 2 .
The hydrogen-bonding parameters of (I) are listed in Table 1 . In the crystal structure, intermolecular O-H···O and N-H···O hydrogen-bonds (Table 1) 
; 643m δ(pyridine ring in-plane bending); 432m χ(pyridine ring out-of-plane bending).
Refinement
The 1,2-ethylenediamine ligand has orientational disorder [C13A-C14A and C13B-C14B] and the refined site-occupancy factors of both the disordered parts are 0.78 (1) and 0.22 (1), respectively. The disordered parts of the title compounds were restrained using SADI, DELU and SIMU commands (SHELXL97; Sheldrick, 2008) . All H atoms of C-H (aromatic, methylene) and N-H (amine) bonds were placed in calculated positions (0.93, 0.97 and 0.89-0.92 Å, respectively); isotropic displaced parameters were fixed (U iso (H) = 1.2 U iso (C/N) of C or N atoms to which they were attached) using a riding model. The water H atoms were placed in calculed positions (O-H = 0.82-0.84 Å); isotropic displaced parameters were fixed (U iso (H) = 1.5 U iso (O)) of O atoms to which they were attached).
Figures Fig. 1 . Perspective view of (I), with the atom numbering scheme. Thermal ellipsoids are drawn at the 30% probability level. Bonds in the minor disordered parts are drawn as opendashed lines.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F
2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
